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<212> DNA 
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<220> 

<221> CDS 

<222> (201) . . (1109) 

<223> 




<400> 1 








acagcccagg 


ggccgttgag 


99ggaaaagc tgcgttccaa tggcagcacc aaattgcagg 


60 


gatagggcgg 


aacccatcac 


catcaacact gcagcggact gtttattcat gcccttgatt 


120 


attgccaaag 


aaacctttaa 


ggactagatc gaaaaacagc caactatagt taagtaatac 


180 


tgaacaattt 


tggaggtgtc 


gtg etc aat etc aac cgc tta cac ate ctg cag 
Val Leu Asn Leu Asn Arg Leu His lie Leu Gin 


233 



-L 5 10 

gaa ttc cac cgc ctg gga acg att aca gca gtg gcg gaa tec atg aac 281 
Glu Phe His Arg Leu Gly Thr He Thr Ala Val Ala Glu Ser Met Asn 
15 20 25 

tac age cgc tct gee ate tec caa caa atg gcg ctg ctg gaa aaa gaa 329 
Tyr Ser Arg Ser Ala He Ser Gin Gin Met Ala Leu Leu Glu Lys Glu 
30 35 40 

att ggt gtg aaa etc ttt gaa aaa age ggc cga aac etc tac ttc aca 377 
He Gly Val Lys Leu Phe Glu Lys Ser Gly Arg Asn Leu Tyr Phe Thr 
45 50 55 



gaa caa ggc gaa gtg ttg gee tea gaa aca cat gcg ate atg gca gca 425 
Glu Gin Gly Glu Val Leu Ala Ser Glu Thr His Ala He Met Ala Ala 
60 65 70 75 

gtc gac cat gec cgc gca gee gtt eta gat teg ctg tct gaa gtg tec 473 



1 



Val Asp His Ala Arg Ala Ala Val Leu Asp Ser Leu Ser Glu Val Ser 
80 85 90 



gga acg ctg aaa gtc acc tec ttc caa tec ctg ctg ttc acc ctt gec 521 
Gly Thr Leu Lys Val Thr Ser Phe Gin Ser Leu Leu Phe Thr Leu Ala 
95 100 105 ' 

ccg aaa gec ate gcg cgc ctg acc gag aaa tac cca cac ctg caa gta 56 9 

Pro Lys Ala lie Ala Arg Leu Thr Glu Lys Tyr Pro His Leu Gin Val 
110 115 120 

gaa ate tec caa eta gaa gtc acc gca gcg etc gaa gaa etc cgc gee 617 
Glu lie Ser Gin Leu Glu Val Thr Ala Ala Leu Glu Glu Leu Arg Ala 
125 130 135 

cgc cgc gtc gac gtc gca etc ggc gag gaa tac ccc gtg gaa gtc ccc 665 
Arg Arg Val Asp Val Ala Leu Gly Glu Glu Tyr Pro Val Glu Val Pro 
140 145 150 155 

ctt gtt gag gec age att cac cgc gaa gtc etc ttc gaa gac ccc atg 713 
Leu Val Glu Ala Ser lie His Arg Glu Val Leu Phe Glu Asp Pro Met 
160 165 170 

ctg etc gtc acc cca gca age ggc cca tac tct ggc etc acc ctg cca 761 
Leu Leu Val Thr Pro Ala Ser Gly Pro Tyr Ser Gly Leu Thr Leu Pro 
175 180 185 

gaa etc cgc gac ate ccc ate gec ate gat cca ccc gac ctt ccc gcg 809 
Glu Leu Arg Asp lie Pro lie Ala lie Asp Pro Pro Asp Leu Pro Ala 
190 195 200 

ggc gaa tgg gtc cat agg etc tgc egg cgc gee ggg ttt gag ccc cgc 857 
Gly Glu Trp Val His Arg Leu Cys Arg Arg Ala Gly Phe Glu Pro Arg 
205 210 215 

gtg acc ttt gaa acc age gat ccc atg etc caa gca cac etc gtg cgt 905 
Val Thr Phe Glu Thr Ser Asp Pro Met Leu Gin Ala His Leu Val Arg 
220 225 230 235 

a 9C ggc ttg gec gtg aca ttt tec ccc aca ctg etc acc ccg atg ctg 953 
Ser Gly Leu Ala Val Thr Phe Ser Pro Thr Leu Leu Thr Pro Met Leu 
240 245 250 

gaa age gtg cac ate cag ccg ctg ccc ggc aac ccc acg cgc acg etc 1001 
Glu Ser Val His lie Gin Pro Leu Pro Gly Asn Pro Thr Arg Thr Leu 
255 260 265 

tac acc gcg gtc agg gaa ggg cgc cag ggg cat cca gee att aaa get 1049 
Tyr Thr Ala Val Arg Glu Gly Arg Gin Gly His Pro Ala lie Lys Ala 
270 275 280 

ttt cga cga gec etc gee cat gtg gee aaa gaa tct tat ttg gag get 10 97 

Phe Arg Arg Ala Leu Ala His Val Ala Lys Glu Ser Tyr Leu Glu Ala 
285 290 295 

cgt eta gta gag tgagttcttg tgagecttea gacaaatcat cgcccagtac 1149 
Arg Leu Val Glu 



2 



300 

tcgtcgttga cttcggcgca cagtacgcgc agctgatcgc acgtcgtgtg cgtgaggccg 1209 

gcatctactc cgaagtcatc ccgcacaccg ccaccgcaga cgatgtgcgc gctaaaaatg 1269 

cagcagccct cgtcctttcc ggtggcccat cctccgtgta tg 1311 

<210> 2 
<211> 303 
<212> PRT 

<213> Corynebacterium glutamicum 
<400> 2 

Val Leu Asn Leu Asn Arg Leu His lie Leu Gin Glu Phe His Arg Leu 
15 10 15 

Gly Thr lie Thr Ala Val Ala Glu Ser Met Asn Tyr Ser Arg Ser Ala 
20 25 30 

lie Ser Gin Gin Met Ala Leu Leu Glu Lys Glu lie Gly Val Lys Leu 
35 40 45 

Phe Glu Lys Ser Gly Arg Asn^Leu Tyr Phe Thr Glu Gin Gly Glu Val 
50 55 60 

Leu Ala Ser Glu Thr His Ala lie Met Ala Ala Val Asp His Ala Arg 
65 70 75 80 

Ala Ala Val Leu Asp Ser Leu Ser Glu Val Ser Gly Thr Leu Lys Val 
85 90 95 

Thr Ser Phe Gin Ser Leu Leu Phe Thr Leu Ala Pro Lys Ala lie Ala 
100 105 110 

Arg Leu Thr Glu Lys Tyr Pro His Leu Gin Val Glu He Ser Gin Leu 
115 120 125 

Glu Val Thr Ala Ala Leu Glu Glu Leu Arg Ala Arg Arg Val Asp Val 
130 135 140 

Ala Leu Gly Glu Glu Tyr Pro Val Glu Val Pro Leu Val Glu Ala Ser 
14 5 150 155 160 

He His Arg Glu Val Leu Phe Glu Asp Pro Met Leu Leu Val Thr Pro 
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165 



170 



175 



Ala Ser Gly Pro Tyr Ser Gly Leu Thr Leu Pro Glu Leu Arg Asp He 
180 185 190 

Pro He Ala He Asp Pro Pro Asp Leu Pro Ala Gly Glu Trp Val His 
195 200 205 

Arg Leu Cys Arg Arg Ala Gly Phe Glu Pro Arg Val Thr Phe Glu Thr 
210 215 220 

Ser Asp Pro Met Leu Gin Ala His Leu Val Arg Ser Gly Leu Ala Val 
225 230 235 240 

Thr Phe Ser Pro Thr Leu Leu Thr Pro Met Leu Glu Ser Val His He 
245 250 255 

Gin Pro Leu Pro Gly Asn Pro Thr Arg Thr Leu Tyr Thr Ala Val Arg 
260 265 270 

Glu Gly Arg Gin Gly His Pro Ala He Lys Ala Phe Arg Arg Ala Leu 
275 280 285 

Ala His Val Ala Lys Glu Ser Tyr Leu Glu Ala Arg Leu Val Glu 
290 295 300 

<210> 3 
<211> 383 
<212> DNA 

<213> Corynebacterium glutamicum 
<400> 3 

ttccaatccc tgctgttcac ccttgccccg aaagccatcg cgcgcctgac cgagaaatac 60 
ccacacctgc aagtagaaat ctcccaacta gaagtcaccg cagcgctcga agaactccgc 120 
gcccgccgcg tcgacgtcgc actcggcgag gaataccccg tggaagtccc ccttgttgag 180 
gccagcattc accgcgaagt cctcttcgaa gaccccatgc tgctcgtcac cccagcaagc 240 
ggcccatact ctggcctcac cctgccagaa ctccgcgaca tccccatcgc catcgatcca 300 
cccgaccttc ccgcgggcga atgggtccat aggctctgcc ggcgcgccgg gtttgagccc 3 60 
cgcgtgacct ttgaaaccag cga 3 83 

<210> 4 



4 



<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> synthetic DNA 

<400> 4 

ttccaatccc tgctgttcac 



<210> 5 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> synthetic DNA 



<400> 5 

gtgacctttg aaaccagcga 



